A and spleen (C).
(E) Mice were sacrificed 6 hrs p.i. and small intestine was divided in 4 same sized parts as indicated: Duodenum (Duo), jejunum (Jej), proximal ileum (pIl) and terminales ileum (tIl). Number of S. Typhimurium was determined.
Results represent n=5-13 mice/group as mean ± SEM from one (E) or at least two independent experiments (A-D). Dashed line indicates the limit of detection. Alpha Diversity Measure (A-C) Monocolonized SFB mice were cohoused with SPF-1 for 4 weeks and mice were infected. At baseline, abundance of SFB in mice was analyzed by PCR (A).
Upon infection body weight (B) and survival (C) were measured.
(D, E) Cultured bacteria of pool 1 or 2 and/or whole fecal community was transferred in SPF-1 (SPF-1 + cult bacteria 1/2, SPF-1 (FT SPF-2), respectively) and infected with Salmonella. Fecal microbiota was analyzed by 16S rRNA analysis using BrayCurtis dissimilarity matrix and PCoA plot before treatment (D). Survival was measured during infection (E). (F-H) Cultured bacteria of pool 2 were transferred in SPF-1 (F, G) or germ-free mice (H) (SPF-1 + cult bacteria 2, GF + cult bacteria 2, respectively). Lamina propria cells derived from small intestine and cecum were isolated at steady state, restimulated and analyzed by flow cytometry. 
